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Table S1. List of m/z values of the inclusion list.

Table S2. UNIPEPT taxonomical analysis of Swab R1, Swab R2, and simili swab 7R1-1pfu 

samples.

Table S3. List of peptide-to-spectrum matches (PSMs) assigned from the simili SARS-CoV-2 

swabs (FDR<1%).

Table S4. List of proteins from the simili SARS-CoV-2 swabs and their spectral counts. 

Table S5. List of peptide-to-spectrum matches (PSMs) assigned in the clinical samples 

(FDR<1%).

Table S6. List of proteins identified in the clinical samples and their spectral counts.

Table S7. Skyline report with experimental data on precursor ions from the nine swabs from 

COVID-19 patients.


